[Term] id: PRO:000000001 name: protein def: "A biological macromolecule that is composed of amino acids linked in a linear sequence (a polypeptide chain) and is genetically encoded. Proteins descended from a common ancestor can be classified into families and superfamilies composed of products of evolutionarily-related genes. The domain architecture of a protein is described by the order of its constituent domains. Proteins with the same domains in the same order are defined as homeomorphic." [PRO:WCB] [Term] id: PRO:000000002 name: E3 ubiquitin ligase SFC complex, Skp1 subunit def: "A protein with a core domain composition consisting of an N-terminal Skp1 family, tetramerisation domain (PF03931) followed by a Skp1 family, dimerization domain (PF01466 Annotations: The annotations to PRO are in the PAF.txt distribution file as indicated above. Open the README file and the PAF guidelines.pdf to learn about the structure of this file. PAF is a tab delimited file that tries to follows gene ontology association (GAF) file as much as possible to facilitate interoperability. The object of annotation is a PRO term. However, PRO annotates the PRO term using others ontologies on top of GO. Then the PAF file has to accommodate for this requirement.
Here is an example of some of the information in this file.
Homepage:
The menu on the left links to several documents and information pages. The link to download is there as well. The functionalities in this page are: (i) Browsing, (ii) PRO entry retrieval, (iii) text search, and (iv) annotation.
(i) PRO Browser:
The browser is used to explore the hierarchical structure of the ontology. There are a number of functionalities that helps you to navigate the page easily: 1-Selection of number of terms per page from the drop down box on the upper right corner 2-Sorting the terms based on ID (only for the direct children of protein) 3-Sorting the terms based on term name (only for the direct children of protein) 4-Find function: it works as a text editor find option. It will highlight the exact match of the text in the various terms, by using the arrows you can go to previous pages or to next page.
PRO_ID
The icons with a plus and minus signs allow expanding and collapsing nodes, respectively. Next to these icons is a PRO ID, which links to the corresponding entry report, followed by the term name. Unless otherwise stated the implicit relation between nodes is is_a. In the above figure d represents derives_from relationship.
(ii) PRO entry
The PRO entry provides an integrated report about the ontology and annotation available for a given PRO term. If you know the PRO ID you can use the "retrieve PRO entry" box in the homepage. Alternatively, you can open an entry by clicking on the PRO ID in any other page (search, browser, etc). The entry report contains 4 sections: a. Ontology information: this section displays the information from the ontology about a term (source: the pro.obo file). You can link to the parent node, to the hierarchy, and find the definition and synonyms of the term, among other things. b. Information about the entities that were use to create the PRO entry: this section lists the sequences, in the case where category corresponds to gene, sequence or modification, for which some experimental information exists. Taxon information as well as PSI-MOD ID and modification sites are indicated when applicable. In many cases, the modifications sites are unknown and therefore only the PSI-MOD ID is listed. For cleaved products, the protein region is indicated and is underlined 2-Sort by ID 3-Sort by name 1-Number terms 4-Add text to find in the displayed sequence. In the case of category corresponding to family, this section provides a cross-reference to the database that is the source of the class. c. Synonymous mappings: this section contains mappings to external databases that link to protein forms as described in the given class (information source: mapping files). d. Annotation: This section shows the annotation of the term with the different ontologies (source: PAF file). These annotations were contributed by the PRO consortium group and by community annotators through submission of RACE-PRO annotations.
(iii) Searching PRO Use display options: the display options allows you to select or remove columns for the table. Use > to add or > to remove items from the list, but always select apply for the changes to take effect. In this case we have removed the definitions and the annotation has been added (only the later procedure is shown here).
